The 26 RNAi knockdown phenotypes surveyed in this study. We identify phenotypes that are enriched for proteins that significantly deviate from the genome average in their direction of selection (DoS).
RNAi knockdown phenotype
RNAi ID  Ontology  Total 1  n 2  Reference  Whole-genome  ---11148  -Lethals  ---2853  -Akt-TOR signaling decrease  GR00169  GO:1902531  13900 Table 2 Details of the 15 Drosophila melanogaster strains used in this study, including database accession numbers and identifiers [17] , percent of the reference genome with reads mapped from that strain, and the average read depth across the entire genome assembly. 
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